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<222> (1) . . (2913) 

<22 3> human SAK serine/threonine kinase 
<400> 1 

atg gcg acc tgc ate ggg gag aag ate gag gat ttt aaa gtt gga aat 4 8 
Met Ala Thr Cys He Gly Glu Lys He Glu Asp Phe Lys Val Gly Asn 
15 10 15 

ctg ctt ggt aaa gga tea ttt get ggt gtc tac aga get gag tec att 96 
Leu Leu Gly Lys Gly Ser Phe Ala Gly Val Tyr Arg Ala Glu Ser He 
20 25 30 

cac act ggt ttg gaa gtt gca ate aaa atg ata gat aag aaa gee atg 144 
His Thr Gly Leu Glu Val Ala He Lys Met He Asp Lys Lys Ala Met 
35 40 45 

tac aaa gca gga atg gta cag aga gtc caa aat gag gtg aaa ata cat 192 
Tyr Lys Ala Gly Met Val Gin Arg Val Gin Asn Glu Val Lys He His 
50 55 60 

tgc caa ttg aaa cat cct tct ate ttg gag ctt tat aac tat ttt gaa 240 
Cys Gin Leu Lys His Pro Ser He Leu Glu Leu Tyr Asn Tyr Phe Glu 
65 70 75 80 

gat age aat tat gtg tat ctg gta tta gaa atg tgc cat aat gga gaa 288 
Asp Ser Asn Tyr Val Tyr Leu Val Leu Glu Met Cys His Asn Gly Glu 
85 90 95 

atg aac agg tat eta aag aat aga gtg aaa ccc ttc tea gaa aat gaa 33 6 
Met Asn Arg Tyr Leu Lys Asn Arg Val Lys Pro Phe Ser Glu Asn Glu 
100 105 110 
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get cga cac ttc atg cac cag ate ate aca ggg atg ttg tat ctt cat 384 
Ala Arg His Phe Met His Gin lie lie Thr Gly Met Leu Tyr Leu His 
115 120 125 

tct cat ggt ata eta cac egg gac etc aca ctt tct aac etc eta ctg 432 
Ser His Gly lie Leu His Arg Asp Leu Thr Leu Ser Asn Leu Leu Leu 
130 135 140 

act cgt aat atg aac ate aag att get gat ttt ggg ctg gca act caa 480 
Thr Arg Asn Met Asn lie Lys lie Ala Asp Phe Gly Leu Ala Thr Gin 
145 150 155 160 

ctg aaa atg cca cat gaa aag cac tat aca tta tgt gga act cct aac 528 
Leu Lys Met Pro His Glu Lys His Tyr Thr Leu Cys Gly Thr Pro Asn 
165 170 175 

tac att tea cca gaa att gee act cga agt gca cat ggc ctt gaa tct 576 
Tyr lie Ser Pro Glu lie Ala Thr Arg Ser Ala His Gly Leu Glu Ser 
180 185 190 

gat gtt tgg tec ctg ggc tgt atg ttt tat aca tta ctt ate ggg aga 624 
Asp Val Trp Ser Leu Gly Cys Met Phe Tyr Thr Leu Leu lie Gly Arg 

195 20 0 2.05 

cca ccc ttc gac act gac aca gtc aag aac aca tta aat aaa gta gta 672 
Pro Pro Phe Asp Thr Asp Thr Val Lys Asn Thr Leu Asn Lys Val Val 
210 215 220 

ttg gca gat tat gaa atg cca tct ttt ttg tea ata gag gee aag gac 720 
Leu Ala Asp Tyr Glu Met Pro Ser Phe Leu Ser lie Glu Ala Lys Asp 
225 230 235 240 

ctt att cac cag tta ctt cgt aga aat cca gca gat cgt tta agt ctg 768 
Leu lie His Gin Leu Leu Arg Arg Asn Pro Ala Asp Arg Leu Ser Leu 
245 250 255 

tct tea gta ttg gac cat cct ttt atg tec cga aat tct tea aca aaa 816 
Ser Ser Val Leu Asp His Pro Phe Met Ser Arg Asn Ser Ser Thr Lys 
260 265 270 

agt aaa gat tta gga act gtg gaa gac tea att gat agt ggg cat gee 864 
Ser Lys Asp Leu Gly Thr Val Glu Asp Ser lie Asp Ser Gly His Ala 
275 280 285 

aca att tct act gca att aca get tct tec agt ace agt ata agt ggt 912 
Thr lie Ser Thr Ala lie Thr Ala Ser Ser Ser Thr Ser lie Ser Gly 
290 295 300 

agt tta ttt gac aaa aga aga ctt ttg att ggt cag cca etc cca aat 960 
Ser Leu Phe Asp Lys Arg Arg Leu Leu lie Gly Gin Pro Leu Pro Asn 
305 310 315 320 

aaa atg act gta ttt cca aag aat aaa agt tea act gat ttt tct tct 1008 
Lys Met Thr Val Phe Pro Lys Asn Lys Ser Ser Thr Asp Phe Ser Ser 
325 330 335 

tea gga gat gga aac agt ttt tat act cag tgg gga aat caa gaa ace 1056 
Ser Gly Asp Gly Asn Ser Phe Tyr Thr Gin Trp Gly Asn Gin Glu Thr 
340 345 350 
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agt aat agt gga agg gga aga gta att caa gat gca gaa gaa agg cca 1104 
Ser Asn Ser Gly Arg Gly Arg Val lie Gin Asp Ala Glu Glu Arg Pro 
355 360 365 

cat tct cga tac ctt cgt aga get tat tec tct gat aga tct ggc act 1152 
His Ser Arg Tyr Leu Arg Arg Ala Tyr Ser Ser Asp Arg Ser Gly Thr 
370 375 380 

tct aat agt cag tct caa gca aaa aca tat aca atg gaa cga tgt cac 1200 
Ser Asn Ser Gin Ser Gin Ala Lys Thr Tyr Thr Met Glu Arg Cys His 
385 390 395 400 

tea gca gaa atg ctt tea gtg tec aaa aga tea gga gga ggt gaa aat 124 8 
Ser Ala Glu Met Leu Ser Val Ser Lys Arg Ser Gly Gly Gly Glu Asn 
405 410 415 

gaa gag agg tac tea ccc aca gac aac aat gee aac att ttt aac ttc 12 96 
Glu Glu Arg Tyr Ser Pro Thr Asp Asn Asn Ala Asn lie Phe Asn Phe 
420 425 430 

ttt aaa gaa aag aca tec agt agt tct gga tct ttt gaa aga cct gat 1344 
Phe Lys Glu Lys Thr Ser Ser Ser Ser Gly Ser Phe Glu Arg Pro Asp 
435 440 44 5 

aac aat caa gca etc tec aat cat ctt tgt cca gga aaa act cct ttt 13 92 
Asn Asn Gin Ala Leu Ser Ash His Leu Cys Pro "Gly Lys Thr Pro Phe 
450 455 460 

cca ttt gca gac ccg aca cct cag act gaa ace gta caa cag tgg ttt 1440 
Pro Phe Ala Asp Pro Thr Pro Gin Thr Glu Thr Val Gin Gin Trp Phe 
465 470 475 480 

ggg aat ctg caa ata aat get cat tta aga aaa act act gaa tat gac 1488 
Gly Asn Leu Gin lie Asn Ala His Leu Arg Lys Thr Thr Glu Tyr Asp 
485 490 495 

age ate age cca aac egg gac ttc cag ggc cat cca gat ttg cag aag 1536 
Ser lie Ser Pro Asn Arg Asp Phe Gin Gly His Pro Asp Leu Gin Lys 
500 505 510 

gac aca tea aaa aat gee tgg act gat aca aaa gtc aaa aag aac tct 1584 
Asp Thr Ser Lys Asn Ala Trp Thr Asp Thr Lys Val Lys Lys Asn Ser 
515 520 525 

gat get tct gat aat gca cat tct gta aaa cag caa aat ace atg aaa 1632 
Asp Ala Ser Asp Asn Ala His Ser Val Lys Gin Gin Asn Thr Met Lys 
530 535 540 

tat atg act gca ctt cac agt aaa cct gag ata ate caa caa gaa tgt 1680 
Tyr Met Thr Ala Leu His Ser Lys Pro Glu lie lie Gin Gin Glu Cys 
545 550 555 560 

gtt ttt ggc tea gat cct ctt tct gaa cag age aag act agg ggt atg 1728 
Val Phe Gly Ser Asp Pro Leu Ser Glu Gin Ser Lys Thr Arg Gly Met 
565 570 575 

gag cca cca tgg ggt tat cag aat cgt aca tta aga age att aca tct 1776 
Glu Pro Pro Trp Gly Tyr Gin Asn Arg Thr Leu Arg Ser lie Thr Ser 
580 585 590 
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ccg ttg gtt get cac agg tta aaa cca ate aga cag aaa acc aaa aag 1824 
Pro Leu Val Ala His Arg Leu Lys Pro lie Arg Gin Lys Thr Lys Lys 
595 600 605 

get gtg gtg age ata ctt gat tea gag gag gtg tgt gtg gag ctt gta 1872 
Ala Val Val Ser lie Leu Asp Ser Glu Glu Val Cys Val Glu Leu Val 
610 615 620 

aag gag tat gca tct caa gaa tat gtg aaa gaa gtt ctt cag ata tct 1920 
Lys Glu Tyr Ala Ser Gin Glu Tyr Val Lys Glu Val Leu Gin lie Ser 
625 630 635 640 

agt gat gga aat acg ate act att tat tat cca aat ggt ggt aga ggt 1968 
Ser Asp Gly Asn Thr He Thr He Tyr Tyr Pro Asn Gly Gly Arg Gly 
645 650 655 

ttt cct ctt get gat aga cca ccc tea cct act gac aac ate agt agg 2016 
Phe Pro Leu Ala Asp Arg Pro Pro Ser Pro Thr Asp Asn He Ser Arg 
660 665 670 

tac age ttt gac aat tta cca gaa aaa tac tgg cga aaa tat caa tat 2064 
Tyr Ser Phe Asp Asn Leu Pro Glu Lys Tyr Trp Arg Lys Tyr Gin Tyr 

675 68.0 .6.85 

get tec agg ttt gta cag ctt gta aga tct aaa tct ccc aaa ate act 2112 
Ala Ser Arg Phe Val Gin Leu Val Arg Ser Lys Ser Pro Lys He Thr 
690 695 700 

tat ttt aca aga tat get aaa tgc att ttg atg gag aat tct cct ggt 2160 
Tyr Phe Thr Arg Tyr Ala Lys Cys He Leu Met Glu Asn Ser Pro Gly 
705 710 715 720 

get gat ttt gag gtt tgg ttt tat gat ggg gta aaa ata cac aaa aca 2208 
Ala Asp Phe Glu Val Trp Phe Tyr Asp Gly Val Lys He His Lys Thr 
725 730 735 

gaa gat ttc att cag gtg att gaa aag aca ggg aag tct tac act tta 2256 
Glu Asp Phe He Gin Val He Glu Lys Thr Gly Lys Ser Tyr Thr Leu 
740 745 750 

aaa agt gaa agt gaa gtt aat age ttg aaa gag gag ata aaa atg tat 2304 
Lys Ser Glu Ser Glu Val Asn Ser Leu Lys Glu Glu He Lys Met Tyr 
755 760 765 

atg gac cat get aat gag ggt cat cgt att tgt tta gca ctg gaa tec 2352 
Met Asp His Ala Asn Glu Gly His Arg He Cys Leu Ala Leu Glu Ser 
770 775 780 

ata att tea gaa gag gaa agg aaa act agg agt get ccc ttt ttc cca 2400 
He He Ser Glu Glu Glu Arg Lys Thr Arg Ser Ala Pro Phe Phe Pro 
785 790 795 800 

ata ate ata gga aga aaa cct ggt agt act agt tea cct aag gee tta 2448 
He He He Gly Arg Lys Pro Gly Ser Thr Ser Ser Pro Lys Ala Leu 
805 810 815 

tea cct cct cct tct gtg gat tea aat tac cca acg aga gat aga gca 2496 
Ser Pro Pro Pro Ser Val Asp Ser Asn Tyr Pro Thr Arg Asp Arg Ala 
820 825 830 
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tct ttc aac aga atg gtc atg cat agt get get tct cca aca cag gca 2544 
Ser Phe Asn Arg Met Val Met His Ser Ala Ala Ser Pro Thr Gin Ala 
835 840 845 



cca ate ctt aat ccc tct atg gtt aca aat gaa gga ctt ggt ctt aca 2592 
Pro lie Leu Asn Pro Ser Met Val Thr Asn Glu Gly Leu Gly Leu Thr 
850 855 860 

act aca get tct gga aca gac ate tct tct aat agt eta aaa gat tgt 2640 

Thr Thr Ala Ser Gly Thr Asp lie Ser Ser Asn Ser Leu Lys Asp Cys 
865 870 875 880 

ctt cct aaa tea gca caa ctt ttg aaa tct gtt ttt gtg aaa aat gtt 2688 

Leu Pro Lys Ser Ala Gin Leu Leu Lys Ser Val Phe Val Lys Asn Val 
885 890 895 

ggt tgg get aca cag tta act agt gga get gtg tgg gtt cag ttt aat 2736 

Gly Trp Ala Thr Gin Leu Thr Ser Gly Ala Val Trp Val Gin Phe Asn 

900 905 910 

gat ggg tec cag ttg gtt gtg cag gca gga gtg tct tct ate agt tat 2784 

Asp Gly Ser Gin Leu Val Val Gin Ala Gly Val Ser Ser lie Ser Tyr 

915 92 0 92.5 

acc tea cca aat ggt caa aca act agg tat gga gaa aat gaa aaa tta 2832 

Thr Ser Pro Asn Gly Gin Thr Thr Arg Tyr Gly Glu Asn Glu Lys Leu 
930 935 940 

cca gac tac ate aaa cag aaa tta cag tgt ctg tct tec ate ctt ttg 2880 

Pro Asp Tyr lie Lys Gin Lys Leu Gin Cys Leu Ser Ser lie Leu Leu 
945 950 955 960 

atg ttt tct aat ccg act cct aat ttt cat tga 2913 
Met Phe Ser Asn Pro Thr Pro Asn Phe His 
965 970 



<210> 2 
<211> 970 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human SAK serine/threonine kinase 



<400> 2 



Met 


Ala 


Thr 


Cys 


lie 


Gly 


Glu 


Lys 


He 


Glu 


Asp 


Phe 


Lys 


Val 


Gly Asn 


1 








5 










10 










15 




Leu 


Leu 


Gly 


Lys 
20 


Gly 


Ser 


Phe 


Ala 


Gly 
25 


Val 


Tyr 


Arg 


Ala 


Glu 
30 


Ser 


He 


His 


Thr 


Gly 
35 


Leu 


Glu 


Val 


Ala 


He 
40 


Lys 


Met 


He 


Asp 


Lys 
45 


Lys 


Ala 


Met 


Tyr 


Lys 
50 


Ala 


Gly 


Met 


Val 


Gin 
55 


Arg 


Val 


Gin 


Asn 


Glu 
60 


Val 


Lys 


He 


His 


Cys 


Gin 


Leu 


Lys 


His 


Pro 


Ser 


He 


Leu 


Glu 


Leu 


Tyr 


Asn 


Tyr 


Phe 


Glu 


65 










70 










75 










80 


Asp 


Ser 


Asn 


Tyr 


Val 
85 


Tyr 


Leu 


Val 


Leu 


Glu 
90 


Met 


Cys 


His 


Asn 


Gly 
95 


Glu 


Met 


Asn 


Arg 


Tyr 
100 


Leu 


Lys 


Asn 


Arg 


Val 
105 


Lys 


Pro 


Phe 


Ser 


Glu 
110 


Asn 


Glu 



5 



Ala Arg His Phe Met 
115 

Ser His Gly lie Leu 
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Thr Arg Asn Met Asn 
145 

Leu Lys Met Pro His 
165 

Tyr lie Ser Pro Glu 
180 

Asp Val Trp Ser Leu 
195 

Pro Pro Phe Asp Thr 
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Leu Ala Asp Tyr Glu 
225 

Leu lie His Gin Leu 
245 

Ser Ser Val Leu Asp 
260 

Ser Lys Asp Leu Gly 
275 

Thr He Ser Thr Ala 
290 

Ser Leu Phe Asp Lys 
305 

Lys Met Thr Val Phe 
325 
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105 










110 






Ala 


Aro 


His 


Phe 


Met 


His 


Gin 


He 


He 


Thr 


Gly 


Met 


Leu 


Tyr 


Leu 


His 






115 










120 










125 








Ser 


His 


Glv 


lie 


Leu 


His 


Arq 

—> 


Asp 


Leu 


Thr 


Leu 


Ser 


Asn 


Leu 


Leu 


Leu 




130 










135 










140 










Thr 


Arq 


Asn 


Met 


Asn 


He 


Lvs 


He 


Ala 


Asp 


Phe 


Gly 


Leu 


Ala 


Thr 


Gin 


145 










150 










155 










160 


Leu 


LVS 


Met 


Pro 


His 


Glu 


Lvs 


His 


Tyr 


Thr 


Leu 


Cys 


Gly 


Thr 


Pro 


Asn 










.1.6.5 










17_0 










175 




Tvr 


lie 


Ser 


Pro 


Glu 


He 


Ala 


Thr 


Arq 


Ser 


Ala 


His 


Gly 


Leu 


Glu 


Ser 








180 










185 










190 






Asp 


Val 


Tro 


Ser 


Leu 


Glv 


Cys 


Met 


Phe 


Tvr 


Thr 


Leu 


Leu 


He 


Gly 


Arg 






195 










200 










205 








PlTO 


Pro 


Phe 


Asp 


Thr 


Asd 


Thr 


Val 


Lvs 


Asn 


Thr 


Leu 


Asn 


Lvs 


Val 


Val 




210 










215 










220 










Leu 


Ala 


Asp 


Tvr 


Glu 


Met 


Pro 


Ser 


Phe 


Leu 


Ser 


He 


Glu 


Ala 


Lys 


Asp 


225 










230 










235 










240 


Leu 


lie 


His 


Gin 


Leu 


Leu 


Arq 


Arq 


Asn 


Pro 


Ala 


Asp 


Arg 


Leu 


Ser 


Leu 










245 










250 










255 




Ser 


Ser 


Val 


Leu 


Asd 


His 


Pro 


Phe 


Met 


Ser 


Arg 


Asn 


Ser 


Ser 


Thr 


Lys 








260 










265 










270 






Ser 


Lvs 


Asp 


Leu 


Gly 


Thr 


Val 


Glu 


Asp 


Ser 


He 


Asp 


Ser 


Gly 


His 


Ala 






275 










280 










285 








Thr 


lie 


Ser 


Thr 


Ala 


He 


Thr 


Ala 


Ser 


Ser 


Ser 


Thr 


Ser 


He 


Ser 


Gly 




290 










295 










300 










Ser 


Leu 


Phe 


Asp 


Lys 


Arg 


Arg 


Leu 


Leu 


He 


Gly 


Gin 


Pro 


Leu 


Pro 


Asn 


305 










310 










315 










320 


Lys 


Met 


Thr 


Val 


Phe 


Pro 


Lys 


Asn 


Lys 


Ser 


Ser 


Thr 


Asp 


Phe 


Ser 


Ser 










325 










330 










335 




Ser 


Gly 


Asp 


Gly 


Asn 


Ser 


Phe 


Tyr 


Thr 


Gin 


Trp 


Gly 


Asn 


Gin 


Glu 


Thr 








340 










345 










350 






Ser 


Asn 


Ser 


Gly 


Arg 


Gly 


Arg 


Val 


He 


Gin 


Asp 


Ala 


Glu 


Glu 


Arg 


Pro 






355 










360 










365 








His 


Ser 


Arg 


Tyr 


Leu 


Arg 


Arg 


Ala 


Tyr 


Ser 


Ser 













370 375 



<210> 4 
<211> 373 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> DOMAIN 
<222> (1) . . (373) 

<223> human FNK mitotic kinase kinase domain 
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<400> 4 

Met Glu Pro Ala Ala Gly Phe Leu Ser Pro Arg Pro Phe Gin Arg Thr 

15 10 15 

Ala Ala Ala Thr Ala Pro Pro Ala Gly Pro Gly Pro Pro Pro Ser Ala 

20 25 30 

Leu Arg Gly Pro Glu Leu Glu Met Leu Ala Gly Leu Pro Thr Ser Asp 

35 40 45 

Pro Gly Arg Leu lie Thr Asp Pro Arg Ser Gly Arg Thr Tyr Leu Lys 

50 55 60 

Gly Arg Leu Leu Gly Lys Gly Gly Phe Ala Arg Cys Tyr Glu Ala Thr 
65 70 75 80 

Asp Thr Glu Thr Gly Ser Ala Tyr Ala Val Lys Val lie Pro Gin Ser 

85 90 95 

Arg Val Val Lys Pro His Gin Arg Glu Lys lie Leu Asn Glu lie Glu 

100 105 110 

Leu His Arg Asp Leu Gin His Arg His lie Val Arg Phe Ser His His 

115 120 125 

Phe Glu Asp Ala Asp Asn lie Tyr lie Phe Leu Glu Leu Cys Ser Arg 

130 135 140 

Lys Ser Leu Ala His lie Trp Lys Ala Arg His Thr Leu Leu Glu Pro 
145 150 155 160 

Glu Val Arg Tyr Tyr Leu Arg Gin lie Leu Ser Gly Leu Lys Tyr Leu 

165 X7.0 17 5 

His Gin Arg Gly lie Leu His Arg Asp Leu Lys Leu Gly Asn Phe Phe 

180 185 190 

lie Thr Glu Asn Met Glu Leu Lys Val Gly Asp Phe Gly Leu Ala Ala 

195 200 205 

Arg Leu Glu Pro Pro Glu Gin Arg Lys Lys Thr lie Cys Gly Thr Pro 

210 215 220 

Asn Tyr Val Ala Pro Glu Val Leu Leu Arg Gin Gly His Gly Pro Glu 
225 230 235 240 

Ala Asp Val Trp Ser Leu Gly Cys Val Met Tyr Thr Leu Leu Cys Gly 

245 250 255 

Ser Pro Pro Phe Glu Thr Ala Asp Leu Lys Glu Thr Tyr Arg Cys lie 

260 265 270 

Lys Gin Val His Tyr Thr Leu Pro Ala Ser Leu Ser Leu Pro Ala Arg 

275 280 285 

Gin Leu Leu Ala Ala He Leu Arg Ala Ser Pro Arg Asp Arg Pro Ser 

290 295 300 

He Asp Gin He Leu Arg His Asp Phe Phe Thr Lys Gly Tyr Thr Pro 
305 310 315 320 

Asp Arg Leu Pro He Ser Ser Cys Val Thr Val Pro Asp Leu Thr Pro 

325 330 335 

Pro Asn Pro Ala Arg Ser Leu Phe Ala Lys Val Thr Lys Ser Leu Phe 

340 345 350 

Val Arg Lys Lys Lys Ser Lys Asn His Ala Gin Glu Arg Asp Glu Val 

355 360 365 

Ser Gly Leu Val Ser 
370 



<210> 5 
<211> 400 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> DOMAIN 
<222> (1) . . (400) 

<223> human SNK mitotic kinase kinase domain 
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<400> 5 



Met 


Glu 


Leu 


Leu 


Ara 


Thr 


He 


Thr 


Tyr 


Gin 


Pro 


Ala 


Ala 


Ser 


Thr 


Lys 


1 








5 










10 










15 




Met 


Cvs 


Glu 


Gin 


Ala 


Leu 


Gly 


Lys 


Gly 


Cys 


Gly 


Gly 


Asp 


Ser 


Lys 


Lys 








20 










25 










30 






Lys 


Ara 


Pro 


Pro 


Gin 


Pro 


Pro 


Glu 


Glu 


Ser 


Gin 


Pro 


Pro 


Gin 


Ser 


Gin 




35 










40 










45 








Ala 


Gin 


Val 


Pro 


Pro 


Ala 


Ala 


Pro 


His 


His 


His 


His 


His 


His 


Ser 


His 




50 










55 










60 










Ser 


Gly 


Pro 


Glu 


He 


Ser 


Arg 


He 


He 


Val 


Asp 


Pro 


Thr 


Thr 


Gly 


Lys 


65 










70 










75 










80 


Arq 


Tvr 


Cys 


Arg 


Gly Lys 


Val 


Leu 


Gly 


Lys 


Gly 


Gly 


Phe 


Ala 


Lys 


Cys 










85 










90 










95 


- 


Tvr 


Glu 


Met 


Thr 


Asp 


Leu 


Thr 


Asn 


Asn 


Lys 


Val 


Tyr 


Ala 


Ala 


Lys 


He 








100 










105 










110 






lie 


Pro 


His 


Ser 


Ara 


Val 


Ala 


Lys 


Pro 


His 


Gin 


Arg 


Glu 


Lys 


He 


Asp 






115 










120 










125 








Lys 


Glu 


lie 


Glu 


Leu 


His 


Ara 


He 


Leu 


His 


His 


Lys 


His 


Val 


val 


Gin 




130 










135 










140 










Phe 


Tvr 


His 


Tvr 


Phe 


Glu 


ASP 


Lys 


Glu 


Asn 


He 


Tyr 


He 


Leu 


Leu 


Glu 


145 










150 










155 










160 


Tvr 


Cvs 


Ser 


Ara 


Arg 


Ser 


Met 


Ala 


His 


He 


Leu 


Lys 


Ala 


Arg 


Lys 


Val 










1-65 










17-0 










17.5 




Leu 


Thr 


Glu 


Pro 


Glu 


Val 


Ara 


Tyr 


Tyr 


Leu 


Arg 


Gin 


He 


Val 


Ser 


Gly 








180 










185 










190 






Leu 


Lys 


Tvr 


Leu 


His 


Glu 


Gin 


Glu 


He 


Leu 


His 


Arg 


Asp 


Leu 


Lys 


Leu 






195 










200 










205 








Glv 


Asn 


Phe 


Phe 


He 


Asn 


Glu 


Ala 


Met 


Glu 


Leu 


Lys 


Val 


Gly 


Asp 


Phe 




210 










215 










220 










Glv 


Leu 


Ala 


Ala 




Leu 


Glu 


Pro 


Leu 


Glu 


His 


Arg 


Arg 


Arg 


Thr 


He 


225 










o ~k n 
^ j> \j 










235 










240 


Cvs 


Glv 


Thr 


Pro 


Asn 


Tvr 


Leu 


Ser 


Pro 


Glu 


Val 


Leu 


Asn 


Lys 


Gin 


Gly 










245 










250 










255 




His 


Glv 


Cvs 


Glu 


Ser 


Asp 


He 


Trp 


Ala 


Leu 


Gly 


Cys 


Val 


Met 


Tyr 


Thr 








260 










265 










270 






Met 


Leu 


Leu 


Glv 


Arg 


Pro 


Pro 


Phe 


Glu 


Thr 


Thr 


Asn 


Leu 


Lys 


Glu 


Thr 






275 










280 










285 








Tvr 


Arg 


Cvs 


lie 


Arg 


Glu 


Ala 


Ara 


Tvr 


Thr 


Met 


Pro 


Ser 


Ser 


Leu 


Leu 




290 










295 










300 










Ala 


Pro 


Ala 


Lys 


His 


Leu 


He 


Ala 


Ser 


Met 


Leu 


Ser 


Lys 


Asn 


Pro 


Glu 


305 










310 










315 










320 


Asp 


Ara 


Pro 


Ser 


Leu 


Asp 


AsD 


He 


He 


Arg 


His 


Asp 


Phe 


Phe 


Leu 


Gin 










325 










330 










335 




Gly 


Phe 


Thr 


Pro 


Asp 


Arg 


Leu 


Ser 


Ser 


Ser 


Cys 


Cys 


His 


Thr 


Val 


Pro 








340 










345 










350 






Asp 


Phe 


His 


Leu 


Ser 


Ser 


Pro 


Ala 


Lys 


Asn 


Phe 


Phe 


Lys 


Lys 


Ala 


Ala 






355 










360 










365 








Ala 


Ala 


Leu 


Phe 


Gly 


Gly 


Lys 


Lys 


Asp 


Lys 


Ala 


Arg 


Tyr 


He 


Asp 


Thr 




370 










375 










380 










His 


Asn 


Arg 


Val 


Ser 


Lys 


Glu 


Asp 


Glu 


Asp 


lie 


Tyr 


Lys 


Leu 


Arg 


His 



385 390 395 400 



<210> 6 

<211> 367 

<212> PRT 

<213> Homo sapiens 
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<220> 

<221> DOMAIN 
<222> (1) . . (367) 

<223> human PLK1 mitotic kinase 



<400> 6 



rJc L. 


O o y- 


MX Cl 


Ala 


Val 


Thr 


Ala 


Glv 


X 








c 

j 








Pro 


\j x y 


xjy o 


Ala 


Gly 


Val 


Pro 


Glv 
oxy 








9 0 

Z \J 










nl d 


r-vX d 


Pro 


Pro 


Ala 


Lys 


Glu 


He 






J D 










4ft 


Q O T~ 
OCX 


A >-n 




Axy 


xy x 


Val 


Ara 
«x y 


Glv 




3 U 














M. _L cl 


j_i y o 




rxic 


Glu 


He 


Ser 


Asp 


o _> 










7 ft 








Lys 


x xe 


V cl X 


Pro 


T ,ve 
xjy o 


OCX 


XJC u. 










Q C 

O J 








Lys 


nc c 


Q /a -v- 


Met 


Glu 


He 


Ser 


He 








1UU 










V ci _L 


V Cl X 


oiy 


Phe 


His 


Gly 


Phe 


Phe 






TIC 










x z u 


T T-...T 

v ai 


T 

xjcU 


Glu 


Leu 


w ° 


TV 

iirg 


rt-j. y 


Arg 




"1 O A 

1 J u 










X J D 




Arg 


Lys 


Ala 


Leu 


X ilX 


Glu 


XrX \J 


Glu 


14 b 










i ^ n 

X D U 






V Cl X 


Lit. U 


Gly 


Cys 


OXll 


xyx 


Leu 


His 










1 (TC 

103 








Leu 


Lys 


Leu 


Gly 


Asn 


Leu 


■n"h <=» 
rile 


Leu 








180 












ASp 


Phe 


Gly 


Leu 


Ala 


Thr 


Lys 






195 










9 ft ft 
z u u 




inr 


Leu 


Cys 


oiy 


Tiir 




Aon 




Z x U 










TIC 
Z X D 




Lys 


Lys 


Gly His 


Ser 






V Cl X 


Z z z> 










9 ft 
z o u 








xyr 


Thr 


Leu 


Leu 


Val 


Glv 
vjxy 


Lys 










z 4t r> 








Lys 


U1U 


Thr 


Tyr 


Leu 


Arg 


Tl f> 

11C 


Lys 








260 










His 


He 


Asn 


Pro 


Val 


Ala 


Ala 


Ser 






275 










280 


Asp 


Pro 


Thr 


Ala 


Arg 


Pro 


Thr 


He 




290 










295 




Phe 


Thr 


Ser 


Gly 


Tyr 


He 


Pro 


Ala 


305 










310 






He 


Pro 


Pro 


Arg 


Phe 


Ser 


He 


Ala 










325 








Arg 


Lys 


Pro 


Leu 


Thr 


Val 


Leu 


Asn 








340 










Glu 


Arg 


Pro 


Arg 


Glu 


Lys 


Glu 


Glu 






355 










360 



kinase domain 



Lys 


Leu 


Ala 


Ara 


Ala 


Pro 


Ala 


ASD 




10 










15 




Val 


Ala 


Ala 


Pro 


Glv 


Ala 


Pro 


Ala 


2 5 










30 






Pro 


Glu 


Val 


Leu 


Val 


Asp 


Pro 


Ara 










45 








Arg 


Phe 


Leu 


Glv 


Lys 


Glv 


Glv 


Phe 








60 










Ala 


Asp 


Thr 


Lys 


Glu 


Val 


Phe 


Ala 
















80 


ucu 


ucu 


Lys 


Pro 


His 


Gin 


y 


Glu 




Qft 

-7 U 










95 




His 


Ara 


Ser 


Leu 


Ala 


His 


Gin 


His 


1 ft 

X U ZD 










110 






UlU 




Asn 


Asp 


Phe 


Val 


Phe 


Val 










1 

X Z ZJ 










Leu 


Leu 


G-l-u 


Leu 


H-is 


Lys 


Ara 








14ft 

Xft u 










AX d 


Arg 


xyr 


xyr 


J-IC u. 


A -fa 


Gin 


He 






1 

X 3 J 










160 


Arg 


Asn 


a ra 


Val 


He 


His 


Ara 


Asp 




1 1 ft 

X / U 










175 




Asn 


m ii 

UlU 


A on 


Leu 


Glu 


Val 


Lys 


He 


ID J 










190 






Val 


Glu 


ly x 


Asp 


Glv 
\jxy 


Glu 


Ara 


Lys 










9 ft S 








xyr 


Tip 
X X c 


Ala 


Pro 


Glu 


Val 


Leu 


Ser 








22 0 












V CL -L 


i xp 


Ser 


He 


Glv 
vjxy 


Cys 


He 






23 5 










240 


Pro 


Pro 


Phe 


Glu 


Thr 


Ser 


Cys 


Leu 




250 










255 




Lys 


Asn 


Glu 


Tvr 
y 


Ser 


He 


Pro 


Lvs 


265 










270 






Leu 


He 


Gin 


Lys 


Met 


Leu 


Gin 


Thr 










285 








Asn 


Glu 


Leu 


Leu 


Asn 


Asp 


Glu 


Phe 








300 










Arg 


Leu 


Pro 


He 


Thr 


Cys 


Leu 


Thr 






315 










320 


Pro 


Ser 


Ser 


Leu 


Asp 


Pro 


Ser 


Asn 




330 










335 




Lys 


Gly Leu 


Glu 


Asn 


Pro 


Leu 


Pro 


345 










350 






Pro 


Val 


Val 


Arg 


Glu 


Thr 


Gly 





365 



<210> 7 
<211> 403 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> human ARK mitotic kinase 
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<400> 7 



Met 


Asp 


Arg 


Ser 


Lys 


Glu 


Asn 


Cys 


He 


Ser 


Gly 


Pro 


Val 


Lys 


Ala 


Thr 


1 








5 










10 










15 




Ala 


Pro 


Val 


Gly 


Gly 


Pro 


Lys 


Arg 


Val 


Leu 


Val 


Thr 


Gin 


Gin 


Phe 


Pro 








20 










25 










30 






Cys 


Gin 


Asn 


Pro 


Leu 


Pro 


Val 


Asn 


Ser 


Gly Gin 


Ala 


Gin 


Arg 


Val 


Leu 






35 










40 










45 








Cvs 


Pro 


Ser 


Asn 


Ser 


Ser 


Gin 


Arg 


He 


Pro 


Leu 


Gin 


Ala 


Gin 


Lys 


Leu 




50 










55 










60 










Val 


Ser 


Ser 


His 


Lys 


Pro 


Val 


Gin 


Asn 


Gin 


Lys 


Gin 


Lys 


Gin 


Leu 


Gin 


65 










70 










75 










80 


Gin 


Thr 


Ser 


Val 


Pro 


His 


Pro 


Val 


Ser 


Arg 


Pro 


Leu 


Asn 


Asn 


Thr 


Gin 










85 










90 










95 




Lvs 


Ser 


Lvs 


Gin 


Pro 


Leu 


Pro 


Ser 


Ala 


Pro 


Glu 


Asn 


Asn 


Pro 


Glu 


Glu 








100 










105 










110 






Glu 


Leu 


Ala 


Ser 


Lvs 


Gin 


Lys 


Asn 


Glu 


Glu 


Ser 


Lys 


Lys 


Arg 


Gin 


Trp 






115 










120 










125 








Ala 


Leu 


Glu 


Asp 


Phe 


Glu 


He 


Gly 


Arg 


Pro 


Leu 


Gly 


Lys 


Gly 


Lys 


Phe 




130 










135 










140 










Gly 


Asn 


Val 


Tyr 


Leu 


Ala 


Arg 


Glu 


Lys 


Gin 


Ser 


Lys 


Gly 


He 


Leu 


Ala 


145 










150 










155 










160 


Leu 


Lvs 


Val 


Leu 


Phe 


Lys 


Ala 


Gin 


Leu 


Glu 


Lys 


Ala 


Gly 


Val 


Glu 


His 










.1.6.5 










170 










175 




Gin 


Leu 


Arcr 


Arg 


Glu 


Val 


Glu 


He 


Gin 


Ser 


His 


Leu 


Arg 


His 


Pro 


Asn 








180 










185 










190 






lie 


Leu 


Arc? 


Leu 


Tvr 


Gly 


Tyr 


Phe 


His 


Asp 


Ala 


Thr 


Arg 


Val 


Tyr 


Leu 






195 










200 










205 








lie 


Leu 


Glu 


Tvr 


Ala 


Pro 


Leu Gly 


Thr 


Val 


Tyr 


Arg 


Glu 


Leu 


Gin 


Lys 




210 










215 










220 










Leu 


Ser 


Lvs 


Phe 


Asp 


Glu 


Gin Arg 


Thr 


Ala 


Thr 


Tyr 


He 


Thr 


Glu 


Leu 


225 










230 










235 










240 


Ala 


Asn 


Ala 


Leu 


Ser 


Tyr 


Cys 


His 


Ser 


Lvs 


Arcr 


Val 


He 


His 


Arg 


Asp 










245 










250 










255 




lie 


Lvs 


Pro 


Glu 


Asn 


Leu 


Leu 


Leu 


Gly 


Ser 


Ala 


Gly 


Glu 


Leu 


Lys 


He 








260 










265 










270 






Ala 


Asp 


Phe 


Glv 


Trp 


Ser 


Val 


His 


Ala 


Pro 


Ser 


Ser 


Arg 


Arg 


Thr 


Thr 






275 










280 










285 








Leu 


Cvs 


Glv 


Thr 


Leu 


Asp 


Tyr 


Leu 


Pro 


Pro 


Glu 


Met 


He 


Glu 


Gly 


Arg 




290 










295 










300 










Met 


His 


Asp 


Glu 


Lys 


Val 


Asp 


Leu 


Trp 


Ser 


Leu 


Gly 


Val 


Leu 


Cys 


Tyr 


305 










310 










315 










320 


Glu 


Phe 


Leu 


Val 


Gly 


Lys 


Pro 


Pro 


Phe 


Glu 


Ala 


Asn 


Thr 


Tyr 


Gin 


Glu 










325 










330 










335 




Thr 


Tyr 


Lys 


Arg 


He 


Ser 


Arg 


Val 


Glu 


Phe 


Thr 


Phe 


Pro 


Asp 


Phe 


Val 








340 










345 










350 






Thr 


Glu 


Gly 


Ala 


Arg 


Asp 


Leu 


He 


Ser 


Arg 


Leu 


Leu 


Lys 


His 


Asn 


Pro 






355 










360 










365 








Ser 


Gin 


Arg 


Pro 


Met 


Leu 


Arg 


Glu 


Val 


Leu 


Glu 


His 


Pro 


Trp 


He 


Thr 




370 










375 










380 










Ala 


Asn 


Ser 


Ser 


Lys 


Pro 


Ser 


Asn 


Cys 


Gin 


Asn 


Lys 


Glu 


Ser 


Ala 


Ser 



385 390 395 400 

Lys Gin Ser 



<210> 8 

<211> 200 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : flexible linker 
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<221> MOD_RES 
<222> (6) . . (200) 

<223> Gly at positions 6-200 may be present or absent 
<400> 8 



Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly Gly Gly 


Gly 


Gly 


1 








5 










10 






15 




Gly 


Gly 


Gly 


Gly 
20 


Gly 


Gly 


Gly 


Gly 


Gly 
25 


Gly 


Gly 


Gly Gly Gly 
30 


Gly 


Gly 


Gly 


Gly 


Gly 
35 


Gly 


Gly 


Gly 


Gly 


Gly 
40 


Gly 


Gly 


Gly 


Gly Gly Gly 
45 


Gly 


Gly 


Gly 


Gly 
50 


Gly 


Gly 


Gly 


Gly 


Gly 
55 


Gly 


Gly 


Gly 


Gly 


Gly Gly Gly 
60 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly 


Gly Gly Gly 
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